ABSTRACT Serratia marcescens is an opportunistic pathogen that typically infects the respiratory and urinary tract, with the majority of cases being hospital acquired. The study of S. marcescens phages may help control drug-resistant S. marcescens strains. In this study, we announce the complete genome sequence and the features of S. marcescens siphophage Scapp.
HQ377374) associated with insect symbionts. Some of the structural proteins of phage Scapp are related to common enterobacterial siphophage proteins (BLASTp E value, Յ10 Ϫ3 ), such as those found in phages N15, T1, and Lambda. These genes include those encoding head assembly, major capsid, tape measure, major tail, tail tip, and four minor tail proteins. An endonuclease, a transcriptional regulator, and a transposase are located next to the lysis cassette but do not interrupt any genes. An adjacent holinantiholin pair and an endolysin (D-alanyl-D-alanine carboxypeptidase) were identified. The o-spanin is embedded in the i-spanin, and this spanin complex is located separately from the other lysis genes.
Data availability. The genome sequence of phage Scapp was deposited under GenBank accession number MH553517. The associated BioProject, SRA, and BioSample accession numbers are PRJNA222858, SRR8788475, and SAMN11259833, respectively.
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